Introduction

36
DNA methylation is an epigenetic modification typically characterised by the addition of a 37 methyl group to a ctosine-guanine dinucleotide (CpG). Both genetic and environmental factors 38 influence DNA methylation, which in turn can regulate gene expression [1] . The "epigenetic 39 clock" is an estimation of biological age derived from DNA methylation data, and is strongly 40 correlated with chronological age [2] . From biological age, a measure of age acceleration can 41 be obtained based on the difference between an individual's biological (estimated) and 42 chronological (actual) age. Age acceleration has been linked to a range of age-related health 43 outcomes, including increased Alzheimer's disease (AD) pathology [3] , reduced cognitive and 44 physical fitness [4] , and an increase in all-cause mortality [5] . The epigenetic clock has 45 therefore been proposed as a biomarker of ageing and may be predictive of age-related 46 disorders, such as dementia [6] . ; BMI adjusted P = 1.9 x 10 -4 ; smoking adjusted P = 7.2 x 10 -4 ). EEAA. This discordance is possibly due to differences in the two estimates of age acceleration.
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As described in the methods section, IEAA does not reflect differences in blood cell 284 composition that may be due to age whilst these differences are incorporated into the estimate In conclusion, we reported associations between both intrinsic and extrinsic measures of 
